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EMDB validation analysis : 0.0.0.dev61l
MolProbity : FAILED
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Ideal geometry (DNA, RNA) : Parkinson et al. (1996)
Validation Pipeline (wwPDB-VP) : 2.15.1
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1 Overall quality at a glance (i)

The following experimental techniques were used to determine the structure:
ELECTRON MICROSCOPY

The reported resolution of this entry is 3.80 A.
There are no overall percentile quality scores available for this entry.

MolProbity failed to run properly - the sequence quality summary graphics cannot be shown.
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2  Entry composition (i)

There are 8 unique types of molecules in this entry. The entry contains 1074183 atoms, of which
0 are hydrogens and 0 are deuteriums.

In the tables below, the AltConf column contains the number of residues with at least one atom
in alternate conformation and the Trace column contains the number of residues modelled with at
most 2 atoms.

e Molecule 1 is a protein called Major head protein.

Mol | Chain | Residues Atoms AltConf | Trace
1 Cl 385 g(it;il 20% 3 51(\)IS 584 2 0 0
1 Al 392 rgi)t%l 2(514 51118 6%)8 2 0 0
1 Bl 389 g(l)t;él 20(1 3 51(\)IS 5(9)4 2 0 0
1 bl 393 g(l)ft)%l 20050 5§O 6(1)2 2 0 0
1 1 389 g(l)t;él 2001 3 51(\)IS 5(9)4 2 0 0
1 . 392 g(l)t;él 2(514 51118 6(38 2 0 0
1 Kl 389 g(l)tQaSI 2001 3 51(\)IS 5(9)4 2 0 0
1 L1 393 g(l)ft)%l 20050 5§0 6C1)2 2 0 0
1 Q1 389 g(l);a?)l 2001 3 51(\)18 5(9)4 2 0 0
1 Rl 392 g(l) t;él 2 OC44 51218 6(38 2 0 ¥
1 >l 385 g(l);a?;l 2001 3 51(\)I8 5(9)4 2 0 0
1 11 393 g(l)gaél 20050 51§0 6(1)2 2 0 0
1 A 385 g(l);a?;l 20C1 3 51(\)I8 5(9)4 2 0 0
1 Yl 392 rg(l) t?ZI 2 (glél 51;18 6(38 2 0 0
1 z1 385 g(i;zl 20(1 3 51(\;8 584 2 0 0
L al 593 gig?)l 20(330 51;0 6(1)2 2 0 0
! fl 389 g(i;zl 20(1 3 51(\;8 5(9)4 2 0 0

Continued on next page...
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
1 gl 392 g(ft?aél 20044 51118 6%)8 2 0 0
1 hl 389 2(1);21 20013 51(\)IS 5(9)4 2 0 0
1 il 393 2(1);361 20050 51;IO 6C1)2 2 0 0
1 3 389 z(l)tQaSI 20013 51(\)IS 5(9)4 2 0 0
1 A3 392 z(l)t;;l 20044 51118 6(38 2 0 0
1 B3 389 g(l);zl 2(%3 51(\)18 5(9)4 2 0 0
1 b3 393 g(l)gag)l 20050 51§0 6(1)2 2 0 0
1 13 385 g(l);a?;l 20013 51(\)18 5(9)4 g 0 0
1 13 392 g(l)t;;l 20044 51118 6(38 2 0 0
1 K3 385 g(itzzl 20%3 51(\)18 5(9)4 2 0 0
1 L3 393 2(1)5?)1 20(:;)0 51;0 6(1)2 g 0 0
1 W3 385 g?tzzl 20(13 51(\)18 584 2 0 0
1 R3 392 2(1)%1 20(314 5?8 688 2 0 0
1 53 389 g(l)gzl 20(13 51(\)18 5(9)4 2 0 0
! 13 393 g(l);?)l 20(:;)0 51;0 6(1)2 2 0 0
! Y3 393 g(l);?)l 20(:;)0 51;0 6(1)2 2 0 0
1 b3 393 g(l);?)l 2(%0 51;() 6(1)2 2 0 0
1 4 385 g(l)t;%l 2(%3 51(\)IS 5(9)4 2 0 0
1 Ad 392 g(l)t%l 2(514 5?8 6(38 2 0 0
! B4 385 g(l);zl 20(13 51(\;8 5(9)4 2 0 0
! b4 393 gi)g?)l 20050 51;() 6(1)2 2 0 0

Continued on next page...
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
1 14 385 z(l)t;él 20013 51(\)IS 584 2 0 0
1 I 392 z(l)t;;l 2(514 51118 6%)8 2 0 0
1 k4 385 ?1);21 20013 51(\)IS 584 2 0 0
1 L4 393 ?1);361 20050 51;]0 6C1)2 2 0 0
1 Q4 385 ?1);&31 20013 51(\)IS 584 2 0 0
1 R4 392 g(l)t;;l 2(514 51118 6%)8 2 0 0
1 >4 385 g(l);ai;)l 20013 51(\)IS 5(9)4 2 0 0
1 14 393 g(l)gaél 20050 51§0 6(1)2 2 0 0
1 A 385 g(l);a?;l 20013 51(\)I8 5(9)4 2 0 0
1 Y4 392 g(l)t%l 2024 51218 6(38 2 0 0
1 24 385 g(l);zl 20(13 51(\)18 5(9)4 g 0 0
! ad 593 gig?)l 20(330 51;0 6(1)2 2 0 0
1 4 385 g(l);zl 20(13 51(\)18 584 2 0 0
L g 392 gi% 20(314 51;18 6(38 2 0 0
! hd 389 g(l);zl 20(13 51(\)18 5(9)4 2 0 0
! i 393 g(l)geg)l 20(:;)0 5150 6(1)2 2 0 0
1 6 389 g(l)t;i’)l 2(%3 51(\)IS 5(9)4 2 0 0
1 AG 392 1?:(1)%1 2(514 51318 6(38 2 0 0
1 B6 385 g(l)gzl 2(%3 51(\)18 5(9)4 2 0 0
! DG 393 g(l)ft)?)l 20050 51;0 6(1)2 2 0 0
! 16 385 g(it;il 20(13 51(\)18 584 2 0 0

Continued on next page...
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
1 16 392 g({t?aél 2(514 51118 6%)8 2 0 0
1 K6 389 g(l)t;él 20013 51(\)IS 5C9)4 2 0 0
1 L6 393 g(l)g?)l 20050 51;IO 6C1)2 2 0 0
1 Q6 389 g(l)tQaSI 20013 51(\)IS 5C9)4 2 0 0
1 RG 392 g(l)t;él 2(514 51118 6%)8 2 0 0
1 56 389 g(l);ai;)l 2(%3 51(\)18 584 2 0 0
1 16 393 2(1)5361 20050 51;]0 6C1)2 2 0 0
1 Y6 385 g(l);a?;l 20013 51(\)I8 5(9)4 2 0 0
1 26 392 g(l)t;él 20044 51118 6(38 2 0 0
! A6 580 ?ftzzl 20%3 51(\)18 5(9)4 2 0 0
1 b6 393 g(l)g?)l 20(:;)0 5150 6(1)2 g 0 0
1 g6 385 gigzl 20(13 51(\;8 5(9)4 2 0 0
1 h6 392 r-?E(l)t%l 20(314 5?8 688 2 0 0
1 i6 389 gigzl 20(13 51(\;8 5(9)4 2 0 0
! 16 393 gi g?)l 2 0(:% 0 5150 6(1)2 2 0 0
! 7 385 gigzl 20(13 51(\;8 5(9)4 2 0 0
1 AT 392 r-?E(l)t;él 2&4 5?8 6(38 2 0 0
1 BT 385 g(l);&;’)l 2(%3 51(\;8 5(9)4 2 0 0
1 b7 393 g(ig?)l 2(?50 51;0 6(1)2 2 0 0
! 17 385 g(l)t;&l 20(13 51(\)IS 5(9)4 2 0 0
! I 392 g(it%l 20(314 5?8 688 2 0 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf | Trace
1 K7 389 g(l)t;él 2001 3 51(\)IS 5C9)4 2 0 0
1 L7 393 g(l) St)?)l 2 OCB 0 51;IO 6(1)2 2 0 0
1 Q7 389 g(l)t;él 2001 3 51(\)IS 5C9)4 2 0 0
1 R 392 g(l) t%l 2 OC44 51118 6%)8 2 0 0
1 ST 389 g(l)tQaSI 2001 3 51(\)IS 5C9)4 2 0 0
1 17 393 g(l) 5361 2 OC5 0 51;IO 6(1)2 2 0 0
1 YT 385 g(l);ai;)l 2001 3 51(\)IS 584 2 0 0
1 a 392 g(l) t%l 2 (514 51118 6(38 2 0 0
! ar 580 ?1)531 20013 51(\)I8 5(9)4 2 0 0
1 b7 393 g(l) E;(‘)l 2 OC:;) 0 51;]0 6(1)2 2 0 0
1 &7 385 g(l)tzzl 20(13 51(\;8 5(9)4 2 0 0
1 h7 392 r-?Ecl) t;;%l 2 0(314 5?8 688 2 0 0
1 i 385 gigzl 20(1 3 51(\;8 584 2 0 0
1 i 393 gcl) g?)l 2 0(:;) 0 5150 6(1)2 2 0 0
! 8 389 gigzl 20(1 3 51(\;8 5(9)4 2 0 0
! A8 392 gi t;;%l 2 0(314 5?8 6(38 2 0 0
1 B8 385 gigaSI 2(% 3 51(\;8 5(9)4 2 0 0
1 b8 393 g(i E;(l)l 2 (% 0 51;() 6(1)2 2 0 0
1 18 385 g(l);zl 2(% 3 51(\)I8 5(9)4 2 0 0
! 18 392 rg(i t;;%l 2 0(314 5?8 6(38 2 0 0
! K8 385 g(it;il 20(1 3 51(\)IS 584 2 0 0

Continued on next page...
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
1 L8 393 g(l) St)?)l 2 OCB 0 51;IO 6C1)2 2 0 0
1 Q8 389 g(l)t;él 2001 3 51(\)IS 5C9)4 2 0 0
1 R8 392 g(l) t%l 2 OC44 51118 6%)8 2 0 0
1 58 389 g(l)tQaSI 2001 3 51(\)IS 5C9)4 2 0 0
1 18 393 g(l) St)aél 2 OCB 0 5§0 6C1)2 2 0 0
1 Y8 389 g(l);ai;)l Q(i 3 51(\)18 584 2 0 0
1 z8 392 g(l) t?iél 2 (514 51118 6%)8 2 0 0
! a8 580 g(l)tz?al 20013 51(\)I8 5(9)4 2 0 0
1 b8 393 g(l) 5361 2 OC5 0 51;]0 6(1)2 2 0 0
1 &8 389 ?ftzzl 20%3 51(\)18 5(9)4 2 0 0
1 h8 392 2(1) t;;%l 2 0(314 5?8 6(38 g 0 0
1 8 385 gigzl 20(1 3 51(\;8 584 2 0 0
1 18 393 gig&(l)l 20(:;)0 5150 6(1)2 2 0 0
1 AD 354 ggt;l 1 8(1 0 4123 521 g 0 0
! BD 393 gi g?)l 2 0(:% 0 5150 6(1)2 2 0 0
! eb 386 gigzl 20(1 9 5?0 5(9)8 2 0 0
1 bD 386 r-g(l)?ll 2(% 7 5?() 5(9)6 2 0 0
! KD 382 g(l)g&;’)l 19C97 51(\)15 5(9)3 2 0 0
1 LD 386 g(l)g?’)l 2(% 9 5?0 5(9)8 2 0 0
! bE 393 rg(i St)?)l 2 OCB 0 51;0 6(1)2 2 0 0
! AE 385 g(it;il 20(1 3 51(\)IS 584 2 0 0

Continued on next page...
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
1 BE 392 g({t?aél 2(514 51118 6%)8 2 0 0
1 CE 389 g(l)t;él 20013 51(\)IS 5C9)4 2 0 0
1 e 393 g(l)g?)l 20050 51;IO 6C1)2 2 0 0
1 KE 389 g(l)tQaSI 20013 51(\)IS 5C9)4 2 0 0
1 LE 392 g(l)t;él 2(514 51118 6%)8 2 0 0
1 ME 389 g(l);ai;)l 2(%3 51(\)18 584 2 0 0
1 NE 393 2(1)5361 20050 51;]0 6C1)2 2 0 0
1 SE 385 g(l);a?;l 20013 51(\)I8 5(9)4 2 0 0
1 e 392 g(l)t;él 20044 51118 6(38 2 0 0
1 UE 385 g(l)t;;)l 20%3 51(\)IS 5(9)4 2 0 0
1 VE 393 g(l)g?)l 20(:;)0 5150 6(1)2 g 0 0
! als 589 gigzl 20(13 51(\;8 5(9)4 2 0 0
1 bE 392 r-?E(l)t%l 20(314 5?8 688 2 0 0
! & 585 gigzl 20(13 51(\;8 5(9)4 2 0 0
! db 393 gig&(l)l 20(:%0 5150 6(1)2 2 0 0
! cG 385 gigzl 20(13 51(\;8 5(9)4 2 0 0
1 AG 392 r-?E(l)t;él 2&4 5?8 6(38 2 0 0
1 BG 385 g(l);&;’)l 2(%3 51(\;8 5(9)4 2 0 0
1 bG 393 g(ig?)l 2(?50 51;0 6(1)2 2 0 0
! 1G 385 g(l)t;&l 20(13 51(\)IS 5(9)4 2 0 0
! 1G 392 g(it%l 20(314 5?8 688 2 0 0

Continued on next page...
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
1 K@ 389 g(l)t;él 2001 3 51(\)IS 5C9)4 2 0 0
1 LG 393 g(l) St)?)l 2 OCB 0 51;IO 6(1)2 2 0 0
1 QG 389 g(l)t;él 2001 3 51(\)IS 5C9)4 2 0 0
1 RG 392 g(l) t%l 2 OC44 51118 6%)8 2 0 0
1 SG 389 g(l)tQaSI 2001 3 51(\)IS 5C9)4 2 0 0
1 TG 393 g(l) 5361 2 OC5 0 51;IO 6(1)2 2 0 0
1 Ya 385 g(l);ai;)l 2001 3 51(\)IS 584 2 0 0
1 2G 392 g(l) t%l 2 (514 51118 6(38 2 0 0
1| aG 580 ?1)531 20013 51(\)I8 5(9)4 2 0 0
1 bG 393 g(l) E;(‘)l 2 OC:;) 0 51;]0 6(1)2 2 0 0
1 gG 385 g(l)tzzl 20(13 51(\;8 5(9)4 2 0 0
1 hG 392 r-?Ecl) t;;%l 2 0(314 5?8 688 2 0 0
1 iG 385 gigzl 20(1 3 51(\;8 584 2 0 0
1 iG 393 gcl) g?)l 2 0(:;) 0 5150 6(1)2 2 0 0
! Al 354 ggt;l 1 8(1 0 4123 521 g 0 0
! BJ 393 gig&(l)l 20(:%0 5150 6(1)2 2 0 0
1 CJ 386 gigzl 2(% 9 5?() 5(9)8 2 0 0
1 b 386 g(l);l 2(% 7 5?() 5(9)6 2 0 0
! RJ 382 g(l)gzl 19(;)7 51(\;5 5(9)3 2 0 0
! LJ 386 g(l)g?’)l 20(1 9 5?0 5(9)8 2 0 0
! AK 354 rggt;{l 1 Eg 0 41(\;3 521 5 0 0

Continued on next page...
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
1 B 393 2(1);361 20050 51;IO 6C1)2 2 0 0
1 CK 380 z(l)t3a51 20019 51f0 5(9)8 2 0 0
1 DK 386 g(l)t;il 20017 51f0 5(9)6 2 0 0
1 KK 382 2(1)8&31 19C97 51(\)I5 5(9)3 2 0 0
1 LK 386 z(l)t3a51 20019 51f0 5(9)8 2 0 0
1 CL 389 g(l);zl 2(%3 51(\)18 5(9)4 2 0 0
1 AL 392 g(l)t;;l 2(514 51118 6(38 2 0 0
1 BL 385 g(l);a?;l 20013 51(\)18 5(9)4 g 0 0
1 bL 393 g(l)gaél 20050 51§0 6(1)2 2 0 0
1 IL 385 g(itzzl 20%3 51(\)18 5(9)4 2 0 0
1 JL 392 2(1)%1 20(314 5?8 6(38 g 0 0
1 KL 385 g?tzzl 20(13 51(\)18 584 2 0 0
1 LL 393 g(l)g?)l 20(:;)0 51;0 6(1)2 2 0 0
1 QL 389 g(l)gzl 20(13 51(\)18 5(9)4 2 0 0
! RL 392 g(l)t%l 20(314 5?8 6(38 2 0 0
! SL 385 g(l)gzl 20(13 51(\)18 5(9)4 2 0 0
1 T 393 g(l);?)l 2(%0 51;() 6(1)2 2 0 0
1 YL 385 g(l)t;%l 2(%3 51(\)IS 5(9)4 2 0 0
1 a8 392 g(l)t%l 2(514 5?8 6(38 2 0 0
! al 385 2(1);)1 20%3 51(\)IS 5(9)4 2 0 0
! bl 393 gi)g?)l 20050 51;() 6(1)2 2 0 0

Continued on next page...
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
1 gl 393 ?1)5361 20050 51;0 6(1)2 2 0 0
1 AP 354 ggt;il 18010 41(\;3 5(21 ? 0 0
1 BP 393 2(1);361 20050 51;IO 6C1)2 2 0 0
1 cP 386 z(l)t3a51 20019 51f0 5(9)8 2 0 0
1 bp 386 g(l)t;il 20017 51f0 5(9)6 2 0 0
1 kP 382 2(1)831 19097 51(\)15 5(9)3 2 0 0
1 LP 386 2(1)?51 20019 51110 5(9)8 2 0 0
1 cQ 385 g(l);a?;l 20013 51(\)18 5(9)4 g 0 0
1 AQ 392 g(l)t;;l 20044 51118 6(38 2 0 0
1 BQ 385 g(itzzl 20%3 51(\)18 5(9)4 2 0 0
1 bQ 393 2(1)5?)1 20(:;)0 51;0 6(1)2 g 0 0
1 1Q 385 g?tzzl 20(13 51(\)18 584 2 0 0
1 1Q 392 2(1)%1 20(314 5?8 688 2 0 0
1 KQ 389 g(l)gzl 20(13 51(\)18 5(9)4 2 0 0
! LQ 393 g(l);?)l 20(:;)0 51;0 6(1)2 2 0 0
! QQ 389 g(l)gzl 20(13 51(\)18 5(9)4 2 0 0
1 RQ 392 g(l)t%l 2(514 51?8 6(38 2 0 0
1 SQ 385 g(l)t;%l 2(%3 51(\)IS 5(9)4 2 0 0
1 TQ 393 g?gzl 2(?50 5150 6(1)2 2 0 0
! YQ 393 rgigi)l 20050 51;() 6(1)2 2 0 0
! bQ 385 g(it;il 20(13 51(\)IS 584 2 0 0

Continued on next page...
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
1 Q 392 g(ft?aél 20044 51118 6%)8 2 0 0
1 dQ 389 ?1);?51 20013 51(\)IS 5(9)4 2 0 0
1 eQ 393 ?1)5361 20050 51;0 6C1)2 2 0 0
1 CR 389 ?1)?31 20013 51(\)IS 5(9)4 2 0 0
1 AR 392 g(l)gaél 2(514 51118 6(38 2 0 0
1 BR 389 g(l);ai;)l 20013 51(\)18 5(9)4 2 0 0
1 bR 393 2(1);?)1 20C50 51;]0 6(1)2 g 0 0
1 IR 385 g(l)tz?sl 20C13 51(\)I8 5(9)4 2 0 0
1 IR 392 g(l)t;él 2(514 51118 6(38 2 0 0
1 KR 385 ?1)531 20%3 51(\)18 5(9)4 2 0 0
1 LR 393 rg(l)g?)l 20(;)0 5150 6(1)2 g 0 0
1 QR 385 g?gzl 20(13 51(\}8 5(9)4 2 0 0
1 RR 392 ?it%l 20(314 5?8 6(38 2 0 0
1 SR 389 g‘ig 20(13 51(\}8 5(9)4 2 0 0
! TR 393 gig?)l 20(330 5150 6(1)2 2 0 0
! YR 385 gig?sl 20(13 51(\}8 5(9)4 2 0 0
1 ZR 392 gi% 2(514 51?8 6(38 2 0 0
1 akt 385 ?i%l 2(%3 51(\;8 5(9)4 2 0 0
1 bR 393 g?gi)l 20050 51;() 6(1)2 2 0 0
! &R 385 2(1);)1 20%3 51(\)IS 5(9)4 2 0 0
! hR 392 r_?f(it%l 20(314 51;18 688 2 0 0

Continued on next page...
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
1 iR 389 g(l)t;él 20013 51(\)IS 5(9)4 2 0 0
1 IR 393 g(l)gaél 20050 51;0 6(1)2 2 0 0
1 AS 393 g(l)gaél 20050 51;0 6C1)2 2 0 0
1 B3 386 g(l)ga; 20019 51110 5(9)8 2 0 0
1 5 386 g(l)t;il 2()017 51110 5(9)6 2 0 0
1 15 354 ggt;il 1;0 4123 5(21 ? 0 0
L I3 382 g(l)f)a; 19097 51(\)I5 5(9)3 2 0 0
1 K3 386 g(l)gaf;l 20019 51110 5(9)8 2 0 0
e Molecule 2 is a protein called Arstotzka protein.

Mol | Chain | Residues Atoms AltConf | Trace
IR YT HERE
IR HERE
IR HERE
IEEEEN-FEYHIEEE
NPT HIEEK
IEEEEN-F Y HEEE
RSN F S HEEE
IEEEEN-FEYHIEEE
IEEEEE 7 ST HIEEE
IR Y HIERE
IEIEEE 2 Y HEEK

Continued on next page...
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Mol | Chain | Residues Atoms AltConf | Trace
IR HERE
2 cl % Tzlo?fgl 2%3]0 ;\17 92 g 0 0
IERF TS HERE
IR YT HIERE
IR HERE
IR HERE
RN F S HEEE
IR T HIKEE
IR HIEEE
IR PRI HIEEE
IEIERF T T HERE
IEEEE 7 Y HEEK
IEIENE S S HEEE
e | w [N |
IERF T T HERE
IEEEEE ¥ Y HEEK
NN IS HEEE
e | w [Nt |
AT HERE
NN 7 T HEEK
IR IS HEEE

Continued on next page...
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
2 a3 27 T202tlal 1§0 E 23 i 0 0
2 ¢ o TALO;SI 2?8 ;\(IS 9% g 0 0
IOERF TR HERE
IR HERE
IR HERE
IEIERF ST HERE
IR T HIEEK
NPT HIEEK
NPT HIKEE
IR SV HIERE
IEEEE P Y HEEK
IEEEEE 7 ST HINEE
IR Y HIERE
IEIEEE 2 Y HEEK
IEEENE P S HINEE
2 e % Tzlostg1 2(6;0 ;\17 9?1 § 0 0
IEERE Y HIERE
IEEEEE ¥ T HEEK
IEEEEE 7 T HINEE
ICEERE Y HIERE
IEEERE I T HEEE
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Mol | Chain | Residues Atoms AltConf | Trace
IR HERE
IR HERE
IR S HIEEE
IR HERE
IR HERE
IR HERE
RN ST HEEE
IR YT HIEKEE
IR HIEEE
KNP T HIEE
AERF TS HERE
IEIEEE ¥ T HEEK
2 <0 o4 T403t§1 2?8 56 9(?5 § 0 0
IEEEEE 7 T INEE
2 0 2T T202tf1 1(330 ﬂ 4% i 0 0
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Mol | Chain | Residues Atoms AltConf | Trace
IR HERE
IR SV HIEEE
IR HERE
IR HIERE
IR HERE
IR S HIEEE
IR HIEKEE
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IR HIEEE
AR ST HEEE
IEAEEE ¥ ST HEEK
2 ¢t o4 T403t§1 2?8 56 9(?5 § 0 0
IEAEEE 7 ST INEK
2 et 2T T202tf1 1(330 ﬂ 4% i 0 0
IEAEEE 7 T HEEK
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
IR SV HIEEE
IR HERE
IR HERE
IR HERE
IR S HIEEE
IR HERE
IR HIEEE
KNP HIEEE
IR ST HEEE
RN HIEEE
2 & o4 T403t§l 2(;8 56 9(?5 § 0 0
IEEEEE 7 T HINEE
2 8 2T T202tf1 1(330 Alj 4% i 0 0
IEEEE 7 T HEEK
IEEENE I ST HEEE
e [ w [Nt e |
2| md 2T TQO;fl 1(;0 ﬂ 4% i 0 0
IEEEEE ¥ T HEEE
ICIEEEN I ST HEEK
NN Y HEEK
IR S HEEE
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
IDERFEY Y HERE
IR HERE
IR HIERE
IR HERE
IOERFE I HERE
IR HERE
IEEN-F SV HERE
IR HIEKEE
IRV HIEEE
NPT HIEEE
ICIERE I HIERE
IEIEEE 2 Y HEEE
NN IS HEEK
IEIEEE F ST INEE
IEIERE Y HIERE
ICEEEE ¥ Y HEEK
2 ek o4 TLLO;SI 2(;8 56 9% § 0 0
e e [Nt e |
2 &l 27 TQOQtfl 1§0 E 4?6 i 0 0
NN 7 T HEEK
IR IS HEEE

Continued on next page...
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
IR HERE
IR S HIERE
IR HERE
IR HERE
IR HERE
IR S HIEEE
NPT HIEKEE
IR HIEEE
IR HIEEE
RN ST HEEE
IEIEEE 2 Y HEEK
2 ¢G o4 T403t§1 2?8 56 9(?5 § 0 0
e | w [N |
2 eG 2T T202tf1 1(330 ﬂ 4% i 0 0
IEEEEE ¥ T HEEK
IEEENE 2 ST HEEE
IEEEEE 7 ST HINEE
2| mG 2T TQOztfl 1(;0 ﬂ 23 i 0 0
2| G % TALO;;I 230 ;\17 9% i 0 0
NN I Y HEEK
RN T HEEE

Continued on next page...
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
IR HERE
IR HIERE
IR EE T HIERE
IR FE T HIERE
IR HERE
IR HERE
NN S HIKEE
RN YHEEE
IEEEN-FEYHIERE
NN Y HEEE
IEEENE P S HEEK
IEEEEE 7 ST INEE
AICERE-F IR
IEEEEE 2 T HEEK
IEAENE 2 S HEEK
IEIEEE F T HINEE
ICIERE FYEHIERE
IEEEEE ¥ Y HEEK
IEAENE 2 ST HEEK
IEAEEE ¥ ST HINEE
IAERF Y IHERE
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
IR HERE
2 ck o TALO;SI 2?8 ;\(IS 9% g 0 0
IR HERE
2 el 2 T202tfLl 1§0 Alj 483 i 0 0
IR HERE
IR HERE
IR F SV HIERE
IR HIEEK
IR HIEEE
IR S HIKEK
NN TS HINEE
IEIEEE 7 Y HEEK
IEEEEE Y HEEK
ICIENE S ST HEEK
IEIEEE 7 T HINEE
ICIERF TS HERE
AMEEE 2 HEEK
IENEF S HEEE
e | w [Nt |
ICIERF TS HERE
ICIEEE T HEEE

Continued on next page...
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
IR HERE
IR HERE
IR S HIEEE
IR HIERE
IR HIERE
2 aQQ 27 T2O2tfLl 150 Alj 4?6 i 0 0
IRV YT HIEEK
2 & & Tzlostgl 2%0 57 9?4 § 0 0
IEIEEN-F SV HIERE
IRNENN-F T HIEKEE
IEIENE P S HEEE
IEEE P T INEE
ICERF T T HERE
IEEE 7 T HEEK
NN IS HEEK
IEIEEE 7 ST HINEE
ERF T T HERE
IEIEEE ¥ Y HEEK
NN IS HEEE
| w [Nt |
OERF T HERE
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
2 ® w0 |0
2 R o TALO;SI 2?8 ;\(IS 9% g 0 0
2w 0w s s s | 0|0
2 ek 2 T202tfLl 1§0 Alj 483 i 0 0
2 ® 0w om0 |0
2w B s s s | 0|0
2 R Y e 0|0
2| mR % T403t§Ll 2%0 57 9(?3 § 0 0
2 s | 0w | om0 |0
2 B | 0w | s 0|0
2| rs Wy s | 0|0
2|68 | % |y oaswas| 0 |0
2 8 0w e | 0|0
2 w8 | w u a mea | 0|0

e Molecule 3 is a protein called Portal protein.

Mol | Chain | Residues Atoms AltConf | Trace
3 A2 SU1 ggf”)a?;l 14CSG 315\;8 4(6?0 g 0 0
3 A5 SU1 gggl 14?86 315\;8 4(20 g 0 0
3 A9 301 ggf”)zl 14086 315\918 420 S 0 0
3 AA 301 ggf”)zl 14%6 315\918 420 g 0 0
3 AB 301 ggf”)zl 14%6 315\918 420 g 0 0

Continued on next page...
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
s AC SU1 ggt;él 12&6 31§8 4C6)O S 0 0
s AF SU1 gggaél 12&6 31§8 4((20 S 0 0
s AH SU1 gggaél 12&6 31§8 4C6)O S 0 0
s Al SU1 ggga; 12&6 31§8 4C6)0 S 0 0
s AM 301 ggga; 12&6 31§8 4C6)0 S 0 0
s AN SU1 ggga; 14086 31;8 4(6?0 S 0 0
3 AO S0l ggf”)?’)l 14086 315\;8 4(6?0 2 0 0

e Molecule 4 is a protein called Lower collar protein.

Mol | Chain | Residues Atoms AltConf | Trace
4 B2 220 T?gaél 1 101 1 21§4 3C5)3 § 0 0
4 B5 220 T?gaél 1 101 1 21§4 3C5)3 § 0 0
1 B9 220 T??Sl 1 101 1 21§4 3C5)3 2 0 0
4 BA 220 ?%331 1 S 1 2154 3C5)3 2 0 0
4 BB 220 ?%3; 1 101 1 22]4 3%)3 § 0 0
4 BC 220 ?(;Eiai;)l 1 101 1 215\;4 3%)3 § 0 0
4 BE 220 ??Eiai;)l 1 101 1 215\;4 3(;3 § 0 0
4 BH 220 ?%3; 1 1C1 1 215\;4 3(;3 § 0 0
4 Bl 220 ?(;Ei?’)l 1 lcl 1 215\;4 3(;3 g 0 0
4 BM 220 ?(7)25?31 1 lcl 1 215\914 3(;3 § 0 0
4 BN 220 ?%Zl 1 S 1 215\914 3(;3 § 0 0
4 BO 220 ?%Zl 1 S 1 215\914 3(;3 § 0 0

$roe



Page 27

Full wwPDB EM Validation Report
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e Molecule 5 is a protein called Minor structural protein.

Mol | Chain | Residues Atoms AltConf | Trace
g b2 132 T(l)ga%l 7(1]8 11;18 2%)8 g 0 0
g B2 136 ?(1)%1 7(5]5 1152 2(2)3 g 0 0
g k2 110 T902t7a l 535 1215 1(7)4 g 0 0
g 2 pU1 th;il 25045 61§0 7(;1 1S5 0 0
g N2 pu1 Z((;t;il 25315 615\;0 7(7)1 1S5 0 0
g 02 ou0 thla; 25039 6218 7(7)0 1S5 0 0
g bs 152 ?(1)?);;1 7?8 11;18 2%)8 2 0 0
g £5 136 r{(l)%l 7?5 11;2 2(2)3 2 0 0
g Eo 110 1;)02? 1 5(55 115\)I5 1?4 g 0 0
g 5 ou1 th;{l 25(315 615\910 7?1 1S5 0 0
g NS ou1 ?18;1 25(315 615\910 7(?1 1S5 0 0
g 05 ou0 rflgtlaél 25(;39 6218 7(?0 1S5 0 0
g b9 132 111?82;1 7(138 11;18 2(38 g 0 0
g E9 136 111(;?31 7(535 llE\)IQ 2(2)3 g 0 0
g k9 110 1;)0;? 1 535 1§5 1(7)4 g 0 0
g 9 o0l th;l 25(315 6150 7(;1 1S5 0 0
g N9 o0l th;{l 25(315 6150 7(?1 185 0 0
g 09 500 thla; 25(;%9 6218 7(?() 185 0 0
g PA 132 ?‘ig;l 7?8 11;18 2(38 ZSS 0 0
g EA 136 ??t%] 7?5 1152 2(2)3 ?3 0 0
g FA 110 T902t7a 1 55()]5 12]5 1(7)4 g 0 0

Continued on next page...
$roe
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
g CA S0l th;il 25045 GBIO 7(7)1 185 0 0
g NA S0l th;il 25045 GBIO 7(;1 185 0 0
g OA H00 thlaél 25039 62]8 7(7)0 185 0 0
g bB 132 ?(1)?)3%1 7(138 11;18 2(38 g 0 0
g EB 136 ???31 7?5 11;2 2(2)3 g 0 0
g B 110 T902t7al 535 1215 1(7)4 g 0 0
g CB S0l th;il 25045 615\;0 7(;1 1S5 0 0
g NB o0l Z((;t;il 25515 615\;0 7(7)1 1S5 0 0
g OB p00 thla; 25039 61§8 7(7)0 1S5 0 0
g pe 132 ?1)32;1 7(138 11;18 2%)8 g 0 0
g EC 136 111(1)%1 7(;5 115\;2 223 g 0 0
g FC 110 gOZt?l 5(935 115\)15 1?4 g 0 0
g cC o0l th;l 25(315 615\310 7?1 1S5 0 0
g NC o0l th;l 25(315 615\310 7(?1 1S5 0 0
g 0C 500 thlzl 25(339 61§8 7(?0 1S5 0 0
g DF 132 111282;1 7(138 11;18 2(38 g 0 0
g EF 136 111‘;%1 7(535 112\)12 2(2)3 g 0 0
g FE 110 1;)02?1 535 1?5 1(7)4 g 0 0
g CF 501 th;l 25(315 6150 7(?1 1S5 0 0
g NF 501 rflgt;{l 25(315 6150 7(?1 185 0 0
g OF 500 r518?21 25(3%9 628 7?0 185 0 0

Continued on next page...
$roe
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
g DH 132 ?(1)?)3%1 7(1}8 11;18 2(38 2 0 0
g EH 136 ?1)%1 7?5 1152 2(2)3 2 0 0
g FH 110 T902t7al 55()35 1215 1(7)4 g 0 0
g CH S0l th;il 25045 GBIO 7(;1 185 0 0
g NH S0l th;il 25045 GBIO 7(;1 185 0 0
g OH H00 thlaél 25C39 628 7(7)0 1S5 0 0
g bl 132 ?(1)33%1 7?8 11;18 2(38 g 0 0
g Bl 136 ?({t?a?;l 7?5 115\;2 2(2)3 g 0 0
g i 110 T902t7al 535 115\)15 1(7)4 g 0 0
g 1 o0l th;{l 2525 615\;0 7(7)1 1S5 0 0
g N o0l th;{l 25(315 615\310 7C7)1 1S5 0 0
g O 500 thlzl 25(339 61§8 7?0 1S5 0 0
g bM 132 111(;82;1 7(138 11;18 288 g 0 0
g EM 136 ?i%l 7?5 115\;2 2(2)3 g 0 0
g M 110 gOZt?l 5(935 115\)15 1(7)4 g 0 0
g CM o0l th;ll 25(315 615\310 7(?1 1S5 0 0
g M o0l th;ll 25(315 615\310 7(?1 1S5 0 0
g OM 500 thla; 25(;%9 628 7(;() 185 0 0
g DN 132 11??)? 7?8 11;18 2(38 g 0 0
g EXN 136 111?7?31 7?5 11;)12 2C2)3 g 0 0
g N 110 1;)0;?1 535 11;]5 1?4 g 0 0

Continued on next page...
$roe
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
g CN S0l th;il 25045 GBIO 7C7)1 185 0 0
g NN S0l th;il 25045 GBIO 7(;1 185 0 0
g ON H00 thlaél 25039 62]8 7(;() 185 0 0
g bO 132 T(l)ga%l 7(1]8 11;18 2%)8 g 0 0
g EO 136 ??t?ai’)l 7(5]5 1152 2(2)3 g 0 0
g FO 110 T902t7a l 535 11§5 1(7)4 g 0 0
g cO S0l th;il 25045 615\;0 7(;1 1S5 0 0
g NO o0l Z((;t;il 25315 615\;0 7(7)1 1S5 0 0
g 00 p00 thla; 25039 6218 7(7)0 1S5 0 0

e Molecule 6 is a protein called Tail fibre protein.

Mol | Chain | Residues Atoms AltConf | Trace
6 G2 18 ngal 52 i\; 1% 0 0
6 H2 18 ngal 52 i\; 1% 0 0
6 12 24 Tloztgl 702 ;\i 22 0 0
6 J2 24 Tloztgl 7C2 ;\i 2(21 0 0
6 | K2 22 Tloltgl 697 ;\; 2% 0 0
6 | 12 24 Tloztgl 7C2 ;\14 22 0 0
6 G5 18 ngal 5(31 i\; % 0 0
6 H5 18 ngal 5(31 i\; 1% 0 0
6 15 24 Tloztgl 702 ;\14 22 0 0
6 J5 24 Tloztgl 702 ;\14 22 0 0

Continued on next page...



Page 31 Full wwPDB EM Validation Report EMD-4459, 6Q3G

Continued from previous page...
Mol | Chain | Residues Atoms AltConf | Trace

6 K5 22 0 0

6 L5 24 0 0

6 G9 18 0 0

6 H9 18 0 0

6 I9 24 0 0

6 J9 24 0 0

6 K9 22 0 0

6 L9 24 0 0

6 GA 18 0 0

6 HA 18 0 0

6 IA 24 0 0

6 JA 24 0 0

6 KA 22 0 0

6 LA 24 0 0

6 GB 18 0 0

6 HB 18 0 0

6 IB 24 0 0

6 JB 24 0 0

0 KB 22 112 67 22 23 0 0

Total C N O
6 LB 24 120 72 24 24 0 0

Total C N O
6 GC 18 90 54 18 18 0 0

Continued on next page...
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
6 HC 18 ngal 52 i\; % 0 0
6 | IC 24 Tf;gl 7(32 ;\i 22 0 0
6 | JC 24 Tf;gl 7(32 ;\i 2(1 0 0
6 KC 29 Tlofgl 6C7 ;\; 2% 0 0
6 | LC 24 T]LO;SI 7(32 ;\i 2(1 0 0
6 GF 18 ngal 52 i\; 1% 0 0
6 HF 18 ngal 52 i\; 1% 0 0
6 | IF 24 Tloztgl 7C2 ;\i 2(21 0 0
6 JF 24 Tloztgl 7C2 ;\i 2(1 0 0
6 | KF 2 Tlolt;l 57 ;\12 2% 0 0
6 | LF 24 Tloztgl 702 ;\14 22 0 0
6 | GH 18 ngal 5(31 i\; 1% 0 0
6 | HH 18 ngal 5(31 i\; 1% 0 0
6 | 1M 24 Tloztgl 702 ;\14 22 0 0
6 JH 24 Tloztgl 702 ;\14 2(1 0 0
6 | KH 2 Tloltgl E?? ;\; 2% 0 0
6 | LH 24 Tf;gl 702 ;\14 2(1 0 0
6 GI 18 ngal ESL i\; % 0 0
6 HI 18 ngal 52 11\; % 0 0
6 11 24 Tf;gl 702 ;\i 22 0 0
6 I 24 Tf;gl 702 ;\i 2(1 0 0

Continued on next page...
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
6 | KI 2 Tlofgl 6C7 ;\; 2% 0 0
6 | LI 24 Tf;gl 7(; ;\14 2(1 0 0
6 | GM 18 ngal 52 i\; 1% 0 0
6 | HM 18 ngal 52 i\; 1% 0 0
6 | IM 24 T]LO;SI 702 ;\i 22 0 0
6 IM 24 Tf;gl 702 ;\i 22 0 0
6 | KM 2 Tlolt;l 697 ;\; 2% 0 0
6 | LM 24 Tloztgl 7C2 ;\i 2(21 0 0
6 | GN 18 ngal 52 i\; 1% 0 0
6 | HN 18 Tgf)al 5(31 i\; 1% 0 0
6 | IN 24 Tloztgl 702 ;\14 22 0 0
6 IN 24 Tloztgl 702 ;\14 22 0 0
6 | KN 2 Tlolt;l 6?7 ;\12 2% 0 0
6 | IN 24 Tloztgl 702 ;\14 22 0 0
6 | GO 18 ngal 551 i\; % 0 0
6 | MO 18 ngal 531 i\; 108 0 0
6 10 24 Tf;gl 702 ;\14 2(1 0 0
6 JO 24 Tf;gl 702 ;\14 2(1 0 0
6 | KO 29 Tloltgl 57 ;\; 2% 0 0
6 L.O 24 Tf;gl 702 ;\i 22 0 0

e Molecule 7 is a protein called Head fiber protein.
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Mol | Chain | Residues Atoms AltConf | Trace

Total C N O
7 D %5 275 165 55 55 0 0

Total C N O
7 OD 55 275 165 55 55 0 0

Total C N O
7 SD 55 275 165 55 55 0 0

Total C N O
7 LJ %5 275 165 55 55 0 0

Total C N O
7 0J %5 275 165 55 55 0 0

Total C N O
7 SJ %5 275 165 55 55 0 0

Total C N O
7 IK %5 275 165 55 55 0 0

Total C N O
T OK %5 275 165 55 55 0 0

Total C N O
7 SK %5 275 165 55 55 0 0

Total C N O
T P %5 275 165 55 55 0 0

Total C N O
7 OP %5 275 165 55 Db 0 0

Total C N O
7 SP %5 275 165 55 bh 0 0

Total C N O
7 HS %5 275 165 55 bh 0 0

Total C N O
7 NS %5 275 165 55 bh 0 0

Total C N O
7 S5 %5 275 165 55 b5 0 0

e Molecule 8 is a protein called Inner core protein.

Mol | Chain | Residues Atoms AltConf | Trace

Total C N O
8 PD 17 85 51 17 17 0 0

Total C N O
§ | QD 16 79 47T 16 16 0 0

Total C N O
8 RD 12 54 30 12 12 0 0

Total C N O
8 PJ 17 &5 51 17 17 0 0

Total C N O
8§ | QJ 16 79 47T 16 16 0 0

Continued on next page...
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
8 | RJ 12 ngal :So i\; ?2 0 0
8 PK 17 Tg?l 501 i\; ?7 0 0
8 | QK 16 T(;gal 4C7 i\é % 0 0
8 | RK 12 ngal ;S) i\; 102 0 0
8 PP 17 TZ?I ; i\; ?7 0 0
8 | Qp 16 T(;gal 4C7 11\25 f’6 0 0
8 RP 12 ngal ?S) i\; 102 0 0
8 | PS 17 Tgt;‘l 5(31 i\; 107 0 0
8 QS 16 T(;gal 4C7 11\;), 1% 0 0
8 RS 12 Tgff‘l :g) i\; 102 0 0

MolProbity failed to run properly - this section is therefore empty.
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3 Experimental information (i)

Property Value Source

EM reconstruction method SINGLE PARTICLE Depositor
Imposed symmetry POINT, C1 Depositor
Number of particles used 33612 Depositor
Resolution determination method | FSC 0.143 CUT-OFF Depositor
CTF correction method PHASE FLIPPING AND AMPLITUDE | Depositor

CORRECTION

Microscope FEI TITAN KRIOS Depositor
Voltage (kV) 300 Depositor
Electron dose (e‘/AQ) 21 Depositor
Minimum defocus (nm) 1.0 Depositor
Maximum defocus (nm) 3.0 Depositor
Magnification 75000 Depositor
Image detector FEI FALCON II (4k x 4k) Depositor
Maximum map value 0.415 Depositor
Minimum map value -0.194 Depositor
Average map value 0.001 Depositor
Map value standard deviation 0.009 Depositor
Recommended contour level 0.025 Depositor
Map size (A) 1063.0, 1063.0, 1063.0 wwPDB

Map dimensions 1000, 1000, 1000 wwPDB

Map angles (°) 90.0, 90.0, 90.0 wwPDB

Pixel spacing (A) 1.063, 1.063, 1.063 Depositor



https://www.wwpdb.org/validation/2017/EMValidationReportHelp#experimental_info
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4 Model quality (i)

4.1 Standard geometry (i)

MolProbity failed to run properly - this section is therefore empty.

4.2 Too-close contacts (i)

MolProbity failed to run properly - this section is therefore empty.

4.3 Torsion angles (i)
4.3.1 Protein backbone (1)

MolProbity failed to run properly - this section is therefore empty.

4.3.2 Protein sidechains (1)

MolProbity failed to run properly - this section is therefore empty.

4.3.3 RNA (D

MolProbity failed to run properly - this section is therefore empty.

4.4 Non-standard residues in protein, DNA, RNA chains (i)

There are no non-standard protein/DNA /RNA residues in this entry.

4.5 Carbohydrates (i)

There are no monosaccharides in this entry.

4.6 Ligand geometry (i)

There are no ligands in this entry.

4.7 Other polymers (i)

There are no such residues in this entry.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#model_quality
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#standard_geometry
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#close_contacts
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#torsion_angles
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#protein_backbone
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#protein_sidechains
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#rna
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#nonstandard_residues_and_ligands
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#nonstandard_residues_and_ligands
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#nonstandard_residues_and_ligands
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#nonstandard_residues_and_ligands
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4.8 Polymer linkage issues (i)

The following chains have linkage breaks:

<
)

Chain

Number of breaks

J4

Y4

R7

A6

BE

JG

cQ

JQ

RG

Y1

h7

G

JL

RQ

J6

ZR

J8

hG

h8

7

ZL

J3

78

JR

AR

g4

R8

RR

J7

Al

R1

AG

A4

R4

RL

AL

gl

AQ

[N YUY (WY (WY JUIY YUY U [yUe jyUny §Gnry QNN Uy jyUny jyanrey ey Uy §yGnry Gy [yUn §y Sy jyuny oy Uiy jyunry jyunry oy |y [y ey [y Uy e juny jranry jyunre jyuny jyunry Junny [y jyu

LE

[UY U (WY VY I TG UG Uy §yUY Gy (U ) Sy JySny JSnre JUne §yUny §yGy e [ySnre §y Sue jany oy U jyunry jranry yanre [y jyunry jGnny Uy Jure jyuny jSnry junre Uy jUny JIOny [y j) s

hR

1

Continued on next page...


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#polymer_linkage

Page 39 Full wwPDB EM Validation Report

EMD-4459, 6Q3G

Continued from previous page...

Mol | Chain | Number of breaks
R6
bE
AT
TE
A8
h6
J1
A3
R3
76

[N YUY BYUY WY JUIY ST U (U e jyuy

= =] = =] =] =] = = = =

All chain breaks are listed below:

Model | Chain | Residue-1 | Atom-1 | Residue-2 | Atom-2 | Distance (A)
1 R1 20:SER C 21:ALA N 3.93
1 Y1 20:SER C 21:ALA N 3.93
1 gl 20:SER C 21:ALA N 3.93
1 J6 20:SER C 21:ALA N 3.93
1 R6 20:SER C 21:ALA N 3.93
1 A7 20:SER C 21:ALA N 3.93
1 J7 20:SER C 21:ALA N 3.93
1 R7 20:SER C 21:ALA N 3.93
1 AG 20:SER C 21:ALA N 3.93
1 hG 20:SER C 21:ALA N 3.93
1 AL 20:SER C 21:ALA N 3.93
1 JL 20:SER C 21:ALA N 3.93
1 RL 20:SER C 21:ALA N 3.93
1 ZL 20:SER C 21:ALA N 3.93
1 AQ 20:SER C 21:ALA N 3.93
1 RQ 20:SER C 21:ALA N 3.93
1 cQ 20:SER C 21:ALA N 3.93
1 RR 20:SER C 21:ALA N 3.93
1 ZR 20:SER C 21:ALA N 3.93
1 hR 20:SER C 21:ALA N 3.93
1 Al 20:SER C 21:ALA N 3.92
1 J1 20:SER C 21:ALA N 3.92
1 A3 20:SER C 21:ALA N 3.92
1 J3 20:SER C 21:ALA N 3.92
1 R3 20:SER C 21:ALA N 3.92
1 A4 20:SER C 21:ALA N 3.92
1 J4 20:SER C 21:ALA N 3.92
1 R4 20:SER C 21:ALA N 3.92
1 Y4 20:SER C 21:ALA N 3.92

Continued on next page...
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Continued from previous page...

Model | Chain | Residue-1 | Atom-1 | Residue-2 | Atom-2 | Distance (A)
1 g4 20:SER C 21:ALA N 3.92
1 A6 20:SER C 21:ALA N 3.92
1 76 20:SER C 21:ALA N 3.92
1 h6 20:SER C 21:ALA N 3.92
1 77 20:SER C 21:ALA N 3.92
1 h7 20:SER C 21:ALA N 3.92
1 A8 20:SER C 21:ALA N 3.92
1 J8 20:SER C 21:ALA N 3.92
1 RS 20:SER C 21:ALA N 3.92
1 78 20:SER C 21:ALA N 3.92
1 h8 20:SER C 21:ALA N 3.92
1 BE 20:SER C 21:ALA N 3.92
1 LE 20:SER C 21:ALA N 3.92
1 TE 20:SER C 21:ALA N 3.92
1 bE 20:SER C 21:ALA N 3.92
1 JG 20:SER C 21:ALA N 3.92
1 RG 20:SER C 21:ALA N 3.92
1 7G 20:SER C 21:ALA N 3.92
1 JQ 20:SER C 21:ALA N 3.92
1 AR 20:SER C 21:ALA N 3.92
1 JR 20:SER C 21:ALA N 3.92
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5 Map visualisation (i)

This section contains visualisations of the EMDB entry EMD-4459. These allow visual inspection
of the internal detail of the map and identification of artifacts.

No raw map or half-maps were deposited for this entry and therefore no images, graphs, etc.
pertaining to the raw map can be shown.

5.1 Orthogonal projections (i)

5.1.1 Primary map

The images above show the map projected in three orthogonal directions.

5.2 Central slices (i)

5.2.1 Primary map

X Index: 500 Y Index: 500 Z Index: 500

WORLDWIDE

PROTEIN DATA BANK


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#map_visualisation
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#orthogonal_projections
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#central_slices
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The images above show central slices of the map in three orthogonal directions.

5.3 Largest variance slices (i)

5.3.1 Primary map

X Index: 476 Y Index: 474 Z Index: 474

The images above show the largest variance slices of the map in three orthogonal directions.

5.4 Orthogonal surface views (i)

5.4.1 Primary map

The images above show the 3D surface view of the map at the recommended contour level 0.025.
These images, in conjunction with the slice images, may facilitate assessment of whether an ap-
propriate contour level has been provided.

WORLDWIDE

P

PROTEIN DATA BANK


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#largest_variance_slices
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#orthogonal_views
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5.5 Mask visualisation (i)

This section was not generated. No masks/segmentation were deposited.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#masks
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6 Map analysis (i)

This section contains the results of statistical analysis of the map.

6.1 Map-value distribution (i)

Map-value distribution
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Map value

The map-value distribution is plotted in 128 intervals along the x-axis. The y-axis is logarithmic.
A spike in this graph at zero usually indicates that the volume has been masked.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#map_analysis
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#map_value_distribution
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6.2 Volume estimate (i)

Volume estimate
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Contour level

The volume at the recommended contour level is 16235 nm?; this corresponds to an approximate
mass of 14666 kDa.

The volume estimate graph shows how the enclosed volume varies with the contour level. The
recommended contour level is shown as a vertical line and the intersection between the line and
the curve gives the volume of the enclosed surface at the given level.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#volume_estimate
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6.3 Rotationally averaged power spectrum (i)

Rotationally averaged power spectrum
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*Reported resolution corresponds to spatial frequency of 0.263 At


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#raps
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7 Fourier-Shell correlation (i)

This section was not generated. No FSC curve or half-maps provided.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#fsc_validation
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8 Map-model fit (i)

This section contains information regarding the fit between EMDB map EMD-4459 and PDB
model 6Q3G. Per-residue inclusion information can be found in section ?? on page ?77.

8.1 Map-model overlay (i)

The images above show the 3D surface view of the map at the recommended contour level 0.025
at 50% transparency in yellow overlaid with a ribbon representation of the model coloured in blue.
These images allow for the visual assessment of the quality of fit between the atomic model and
the map.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#map_model_fit
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#map_model_overlay
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8.2 Atom inclusion (i)

Atom inclusion
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At the recommended contour level, 91% of all backbone atoms, 82% of all non-hydrogen atoms,
are inside the map.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#atom_inclusion_by_contour
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